S2 Table. Host candidate genes in the mapped QTL for percent weight change, PC1 (GN
trait ID: 17527) on mouse Chr 7 between 125 and 131Mb

Gene Chr 7 Gene description GO biological nsSNPs  Indels Score
symbol (Mb) process (B6 vs. D2) in (0-4)
BXD
Acsm3 126.9  Acyl-CoA synthetase Fatty acid 66 3 4
medium-chain family metabolic
member 3 process, lipid
metabolic
process, fatty
acid
biosynthetic
process
Tmeml159 127.25 Transmembrane protein Biological 22 2 4
159 process
Gprc5b 126.12 G protein-coupled G-protein 63 12 4
receptor, family C, coupled
group 5, member B receptor protein
signaling
pathway, signal
transduction,
biological
process
9030624J0 125.88 RIKEN cDNA Biological 146 32 4
2Rik 9030624J02 gene process
Gdel 125.83 Glycerophosphodiester ~ Glycerol 7 8 4
phosphodiesterase 1 metabolic
process, G-
protein coupled
receptor protein
signaling
pathway
Tmc7 125.68 Transmembrane Biological 176 23 4
channel-like gene process
family 7
Tmc5 125.74 Transmembrane Biological 87 27 4
channel-like gene process
family 5
Knop1 125.99 Lysine rich nucleolar 105 9 4
protein 1
Acsm4 126.83 Acyl-CoA synthetase Fatty acid 3 1 3
medium-chain family metabolic
member 4 process, lipid
metabolic

process, acyl-
CoA metabolic




process

Coq7 125.67 Demethyl-Q 7 Protein 89 3 3
metabolic
process,
oxidation
reduction,
cellular
response to
oxidative stress

Crym 127.33  Crystallin, mu Metabolic 12 1 3
process, thyroid
hormone
metabolic
process

2610020H 126.94 RIKEN cDNA Biological 7 2 3
08Rik 2610020H08 iene process
Umod 126.61 Uromodulin Excretion, 10 4 3
chemical
homeostasis

Syt17 125.53 Synaptotagmin XVII Transport, 20 28 3
biological
rocess

Iqck 126  1Q motif containing K Biological 67 34 3




process

Dnah3 127.07 Dynein, axonemal, Microtubule- 5 1 3
heavy chain 3 based
movement,
biological

TOCESS

Arhgapl7  130.42 Rho GTPase activating  Calcium ion- 2 0 2
protein 17 dependent
exocytosis,
actin filament
organization,
signal
transduction

Dcunld3 127 DCNI, defective in Biological 0 2 2
cullin neddylation 1, process
domain containing 3
S. cerevisiae

Vwa3a 127.88 Von Willebrand factor ~ Biological 0 3 2
A domain containing process
3A

Tnrc6a 130.27 Trinucleotide repeat Regulation of 1 0 2
containing 6a translation,

gene silencing




by RNA,
cellular
response to
starvation

Cog7 129.07 Component of Biological 1 0 2
oligomeric golgi process, protein
complex 7 transport,

transport

Aqp8 130.61 Aquaporin 8 Transport, 1 0 2
water transport,
canalicular bile
acid transport

Eri2 126.93 Exoribonuclease 2 Biological 33 2 2
process

Pdilt 126.63 Protein disulfide Spermatogenesi 15 4 2
isomerase-like, testis s, cell
expressed differentiation,
multicellular
organismal
development,
cell redox

homeostasis

Dctn5 129.28 Dynactin 5 Biological 0 0 1
rocess



Ears2 129.18 Glutamyl-tRNA
synthetase 2

(mitochondrial)(putativ

Translation, 0 0 1
glutamyl-tRNA
aminoacylation

Scnnlb 129.01 Sodium channel,
nonvoltage-gated 1

beta

Regulation of 0 0 1
sodium ion

transport,

wound healing,

spreading of

epidermal cells

127.78 Ubiquinol cytochrome
¢ reductase core protein
2

Uqcre2

Transport, 0 0 1
electron

transport chain,
proteolysis,
biological
process

Acsm5 126.67 Acyl-CoA synthetase
medium-chain family

member 5

Fatty acid 0 0 1
metabolic

process,

biological

process, lipid

metabolic




process

129.82 Calcium channel,
voltage-dependent,
gamma subunit 3

Cacng3

Transport, 0 0 1
calcium ion

transport, ion

transport

Lemtl 130.52 Leucine carboxyl

methyltransferase 1

C-terminal 0 0 1
protein amino

acid

methylation

Ern2 129.31 Endoplasmic reticulum
(ER) to nucleus

signalling 2

Apoptosis, 0 0 1
transcription,

cell cycle arrest,

response to

stress

Otoa 128.23 Otoancorin

Sensory 0 0 1
perception of
sound,
biological
rocess

Polr3e 128.06 Polymerase (RNA) III
(DNA directed)

polypeptide E

Response to 0 0 1
virus, innate

immune

response,

transcription

Abcal5s 127.47 ATP-binding cassette,
sub-family A (ABC1),

member 15

Biological 0 0 1
process




Septl 127.01 Septin 1 Cell cycle, cell 0 0 1
division

Nsmceda  130.32 Non-SMC element 4 Biological 0 0 1
homolog A (S. process
cerevisiae

BC030336 127.88 c¢DNA sequence Biological 0 0 1
BC030336 process,
oxidation
reduction

Prkcb 129.43 Protein kinase C, beta  Cellular 0 1 1

calcium ion

homeostasis,

regulation of

dopamine

secretion,

regulation of

rowth

Zkscan2 130.62 Zinc finger with KRAB Biological 0 0 0
and SCAN domains 2 process

Fam57b 126.62 Family with sequence  Biological 0 0 0
similarity 57, member  process

B



